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Gastrointestinal nematodeExtracellular vesicles (EVs) have emerged as a ubiquitous component of helminth excretory-secretory
products that can deliver parasite molecules to host cells to elicit immunomodulatory effects. RNAs
are one type of cargo molecule that can underpin EV functions, hence there is extensive interest in char-
acterising the RNAs that are present in EVs from different helminth species. Here we outline methods for
identifying all of the small RNAs (sRNA) in helminth EVs and address how different methodologies may
influence the sRNAs detected. We show that different EV purification methods introduce relatively little
variation in the sRNAs that are detected, and that different RNA library preparation methods yielded lar-
ger differences. We compared the EV sRNAs in the gastrointestinal nematode Heligmosomoides bakeri
with those in EVs from the distantly related gastrointestinal nematode Trichuris muris, and found that
many of the sRNAs in both organisms derive from repetitive elements or intergenic regions. However,
only in H. bakeri do these RNAs contain a 50 triphosphate, and Guanine (G) starting nucleotide, consistent
with their biogenesis by RNA-dependent RNA polymerases (RdRPs). Distinct microRNA (miRNA) families
are carried in EVs from each parasite, with H. bakeri EVs specific for miR-71, miR-49, miR-63, miR-259
and miR-240 gene families, and T. muris EVs specific for miR-1, miR-1822 and miR-252, and enriched
for miR-59, miR-72 and miR-44 families, with the miR-9, miR-10, miR-80 and let-7 families abundant
in both. We found a larger proportion of miRNA reads derive from the mouse host in T. muris EVs, com-
pared with H. bakeri EVs. Our report underscores potential biases in the sRNAs sequenced based on
library preparation methods, suggests specific nematode lineages have evolved distinct sRNA synthesis/-
export pathways, and highlights specific differences in EV miRNAs from H. bakeri and T. muris that may
underpin functional adaptation to their host niches.
 2020 The Authors. Published by Elsevier Ltd on behalf of Australian Society for Parasitology. This is an
open access article under the CC BY license (http://creativecommons.org/licenses/by/4.0/).1. Introduction
In order to maintain long-term infections, helminths have
evolved mechanisms to directly modify the host environment to
favour their survival. An emerging mechanism of host modulation
by helminths is the release of extracellular vesicles (EVs), which
are lipid membrane-enclosed vesicles containing nucleic acid andprotein cargo. A growing body of literature demonstrates that
diverse parasites have evolved EV cargos that promote parasite
survival (Ofir-Birin and Regev-Rudzki, 2019). Many helminth spe-
cies have been shown to release EVs that can have modulatory
actions on host cells in vitro and in vivo (Coakley et al., 2015;
Eichenberger et al., 2018a; Tritten and Geary, 2018). Yet despite
the ubiquity of EV release across species, the functions reported
for EVs from different helminths are diverse. For example, EVs from
Heligmosomoides bakeri (also referred to as Heligmosomoides poly-
gyrus or Nematospiroides dubius) (Behnke and Harris, 2010;
Reynolds et al., 2012), have been shown to suppress IL-33 driven
Th2 responses, which are integral to worm clearance mechanisms
(Buck et al., 2014; Coakley et al., 2017). Similarly, Echinostoma
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that proves partially protective in vaccination models (Trelis
et al., 2016). On the other hand, EVs from Schistosoma japonicum
and Brugia malayi parasites polarise macrophages towards an
inflammatory M1 phenotype, and in the case of S. japonicum this
is thought to prevent M2 mediated hepatic fibrosis (Wang et al.,
2015; Zamanian et al., 2015; Liu et al., 2019). EVs not only target
haemopoietic immune cells, but can also target epithelial cells to
regulate their responses. Specifically, EVs from Opisthorchis viver-
rini can enter cholangiocytes, the epithelial cells of the bile duct,
and induce their proliferation, potentially contributing to the car-
cinogenic properties of this liver fluke (Chaiyadet et al., 2015).
While the effects of Trichuris muris EVs on immunity are not yet
fully characterised, their administration confers protection against
subsequent infection (Shears et al., 2018). The uptake of T. muris
EVs has been demonstrated in colonic organoids (Eichenberger
et al., 2018b), and more recently in caecal organoids where T. muris
EVs caused a downregulation in the expression of interferon
response genes (Duque-Correa et al., 2020). The immunomodula-
tion achieved by EVs from different helminth species may depend
on both the specific EV cargo molecules, and their effects on the
particular target cells they encounter during infection.
An intriguing question then is whether, and how, the cargo of
the EVs underpin these different functional effects. Our aim here
was to compare the cargo of two rodent-infective gastrointestinal
nematodes, H. bakeri and T. muris, that reside in distinct intestinal
environments, the small intestine and the caecum, respectively.
Heligmosomoides bakeri is a clade V nematode, which establishes
infection through L3s via the oral route. In the duodenum, larvae
invade the stroma and undergo maturation, to re-emerge in the
lumen as adult worms (Reynolds et al., 2012). Trichuris muris is a
distantly related clade I nematode that infects hosts via the oral
route as eggs (Coghlan et al., 2019). Upon arrival in the caecum
and proximal colon, the eggs hatch, liberating larvae that invade
the epithelial cells. In this multi-intracellular niche, larvae moult
four times and develop into adults (Klementowicz et al., 2012).
Worm expulsion of H. bakeri and T. muris requires the induction
of type 2 immune responses by their host, and in the case of T.
muris expulsion is dependent on the production of IL-13 specifi-
cally (Bancroft et al., 1998). These parasites can both modulate host
immunity and counteract the type 2 responses by releasing excre-
tory/secretory (ES) products. Although we have only scratched the
surface in understanding the functional properties of ES products,
some of the secreted proteins have illuminated key host pathways
that are modulated. For example, H. bakeri ES products contain a
transforming growth factor (TGF)b mimic which skews the
immune system towards a regulatory response, allowing worms
to persist in their host (Johnston et al., 2017). Heligmosomoides bak-
eri ES products also contain the protein HpARI, which binds and
abrogates the effects of IL-33, in turn diminishing type 2 immunity
(Osbourn et al., 2017). Trichuris muris ES products are dominated
by a single protein p43, which binds IL-13 and blocks its function
(Bancroft et al., 2019). Many additional parasite-secreted proteins
await further characterization, however EVs are also released from
these parasites, which could enable coordinated activities of mul-
tiple cargo molecules transferred to host cells. Studies illustrate
that blocking helminth EVs by vaccination induces partial immu-
nity to infection, suggesting that EVs are functionally important
during infection (Coakley et al., 2017; Shears et al., 2018). The
detailed understanding of the functional properties of these hel-
minth EVs, and the cargo underpinning these functions, is still
lacking.
The EVs from both T. muris and H. bakeri, as well as those from
many other species, contain microRNA (miRNA) cargo (Lefebvre
and Lécuyer, 2017). miRNAs are ~22 nucleotide (nt) sequences that
mediate gene regulation, and are highly conserved across the ani-mal kingdom (Bartel, 2018). miRNAs are transcribed from genomic
loci and form hairpins, which are then processed by RNase III
enzymes to produce mature miRNAs. miRNAs are by far the most
widely characterised type of small RNAs (sRNAs) described in
EVs, however they are not assumed to be the only, or most domi-
nant, sRNA present. For example, mammalian EVs contain frag-
ments of rRNAs, tRNAs and Y RNAs, as well as other classes of
non-coding RNAs, and mRNAs (Mateescu et al., 2017). Similarly,
many of these classes of sRNA have also been found in EVs and
total ES products from helminths including H. bakeri (Buck et al.,
2014; Chow et al., 2019), Schistosoma mansoni (Nowacki et al.,
2015), and the filarial nematode Litosomoides sigmodontis
(Quintana et al., 2019). However, some helminth EVs may also
have unique classes of sRNA (compared with mammals) that are
specific to their evolutionary lineage. For example, we recently
found that a specific type of small interfering (si)RNA dominates
the EVs of H. bakeri and these siRNAs associate with one specific
extracellular Argonaute protein (Chow et al., 2019). The H. bakeri
siRNAs are classified as ‘‘secondary siRNAs” because they are syn-
thesised by RNA-dependent RNA polymerases (RdRPs) and contain
a 5’ triphosphate with a preference to start with a Guanine (G).
These may be restricted to certain nematode species (Sarkies
et al., 2015), and their detection requires that RNA is
polyphosphatase-treated prior to library preparation. Here, we
aimed to determine and compare the sRNA classes present in EVs
from H. bakeri and T. muris to understand common or distinct fea-
tures of their sRNA cargos that might enable different functional
effects when internalised by host cells and to qualify this in the
context of how different isolation procedures might impact results.
We found that the differences in EV isolation methods had little
effect on the relative miRNA abundances detected for H. bakeri,
while variations in library preparation kits and polyphosphatase
treatment had a bigger impact. We also compared T. muris EVs pre-
pared here with previously described and re-analysed datasets of T.
muris EVs (Tritten et al., 2017; Eichenberger et al., 2018b). We
found a good correlation between relative miRNA abundances
across the libraries, despite different purification methods and lab-
oratories. When comparing T. muris and H. bakeri EV sRNAs we dis-
covered that a large portion of EV sRNAs in both T. muris and H.
bakeri derive from intergenic or repetitive elements, although only
in H. bakeri can the sRNAs from these regions be classified as sec-
ondary siRNAs that contain a 5’ triphosphate. We further show that
the miRNAs identified in the EVs are highly reproducible across dif-
ferent purification protocols, and we find very distinct miRNA gene
families in EVs when comparing the two parasites. Our data sug-
gest that the EV cargoes could elicit distinct functions in regulating
host gene networks.2. Materials and methods
2.1. Trichuris muris EV purification and library preparation
Trichuris muris EVs were purified from the ES products of T.
muris as described previously (Shears et al., 2018), then EVs were
isolated by ultracentrifugation (UC), and concentrated using a
Vivaspin 6 spin 5 kDa MWCO column. The size and concentration
of EVs were assessed by Nanoparticle Tracking Analysis using the
NanoSight LM10, and the quality of EVs was assessed by transmis-
sion electron microscopy (TEM), which is described in Duque-
Correa et al. (2020). RNA was extracted using the miRNeasy mini
kit (Qiagen). For samples that were DNase treated, these were
incubated for 10 min at room temperature (RT) with RNase-free
DNase I with additional RNasin RNase inhibitor (Promega).
Polyphosphatase treatment was performed using RNA 50 polyphos-
phatase (Epicentre) following the manufacturer’s instructions. RNA
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phatase, was subsequently purified by ethanol precipitation.
Libraries were prepared using the CleanTag small RNA Library prep
kit (TriLink) following the manufacturer’s instructions. Adapters
were diluted 1:12 and 18 PCR cycles were used.
2.2. Heligmosomoides bakeri EV purification by fractionation and
library preparation
Heligmosomoides bakeri ES products were harvested as
described previously (Chow et al., 2019). The filtered H. bakeri ES
products were concentrated in a Vivaspin 20 MWCO 3 kDa concen-
trator (Sartorius, Göttingen, Germany). Four hundred lL of H. bak-
eri ES products (concentration 5 mg/mL) were separated into 1 ml
fractions by size exclusion chromatography using a Superdex 200
10/300 GL column (GE Healthcare) in PBS with an AKTA basic FPLC
system (GE Healthcare). Libraries were prepared using the Clean-
Tag small RNA Library prep kit (Trilink) following the manufac-
turer’s instructions. Adapters were diluted 1:12 and 18 PCR
cycles were used. Quantification and size analysis of H. bakeri
EVs were performed using the qNano Gold platform (Izon Science).
EVs were measured in PBS as electrolyte without dilutions and
compared to calibration particles CPC100 (Izon Science). Samples
from fractions 1 to 4 were measured using the nanopore NP150
(Izon Science) at 47.2 mm stretch, with voltage 0.6 V and pressure
20 mbar. Data analysis was carried out using the Izon Control Suite
software v3.2.2.251 (Izon Science). The EVs from fraction 3 were
fixed in 2% paraformaldehyde (PFA), deposited on Formavar-
carbon-coated EM grids and treated with glutaraldehyde before
treatment with uranyl oxalate and methyl cellulose as described
previously (Buck et al., 2014), then visualised in a Philips CM120
TEM (Edinburgh). Images were taken on a Gatan Orius CCD camera.
2.3. Sequence analysis
The unprocessed sequence data for each sample were analysed
by FastQC (v0.11.8) (http://www.bioinformatics.babraham.ac.uk/
projects/fastqc/) to obtain an overview of the sequence data qual-
ity. Subsequently, the 30 sRNA adapter was removed using cutadapt
(v2.7) (Martin, 2011), searching for at least a six base match to the
adapter sequence. For analysis of sRNAs, only sequences that con-
tained the adapter, were >/=18 nt in length, and did not contain
any Ns (uncalled bases) were retained for further analysis. Genome
alignments to the Mus musculus (version GRCm38, with additional
RefSeq rRNA, as all mouse rRNA genes are not present in the gen-
ome), H. bakeri (GCA_900096555.1), and T. muris
(GCA_000612645.2) genomes were performed using bowtie
(v1.2.2) (Langmead et al., 2009), requiring perfect matches along
the full length of the sequence. Combining the data from the align-
ments, we defined H. bakeri- or T. muris-specific sequences as those
sequences that matched perfectly and unambiguously to the
respective genomes but not to M. musculus.
2.4. miRNA predictions
miRNAs were predicted using reads that mapped to H. bakeri or
T. muris genomes (these could also map to mouse). We used
miRDeep2 v2.0.0.8 (32) with mature and hairpin sequences from
miRBase v22 (33) and additional nematode miRNA sequences from
Brugia pahangi (Winter et al., 2012). miRDeep2 initially predicted a
total of 428 miRNAs for H. bakeri based on all libraries including
life stages reported in Buck et al. (2014), but we kept only 94 that
were present at greater than 100 reads in total when summing
reads from all H. bakeri EV samples, and did not have low complex-
ity sequences. For T. muris, 110 of 225 initially predicted miRNAs
were kept for the same reasons. We note that one limitation of thisapproach is that miRNAs that are present at very low copy num-
bers in only one sample could be excluded. miRNA names were
assigned using known miRBase names in a hierarchical fashion,
with highest priority assigned to precursors that matched known
nematode miRNA precursors. If these did not exist, we named
the miRNAs according to exact seed matches in mature sequences
to known nematode mature miRNAs. miRNA predictions without a
mature seed match to a known nematode mature miRNA were
labelled ‘novel’ and these were examined manually and discarded
if their structure and read mapping profile did not fit expected
miRNA criteria. To assign miRNA family names, we used seed
matches to known Nematoda and non-Nematoda miRNA.
2.5. Parasite RNA biotypes
Read biotypes (miRNA, rRNA, protein-coding exon, etc.) present
in each sample were identified by mapping the short reads to
annotated versions of the H. bakeri and T. muris genomes. For H.
bakeri, we used genome version PRJEB15396 nHp.2.0, (downloaded
from https://parasite.wormbase.org/Heligmosomoides_polygyrus_
prjeb15396) and the annotations as in Chow et al. (2019) down-
loaded from WormBase ParaSite (Howe et al., 2017). For T. muris,
the genome version used was PRJEB126 TMUE3.0 (downloaded
from (https://parasite.wormbase.org/Trichuris_muris_prjeb126)
(Howe et al., 2017) and it was reannotated in a similar manner
to H. bakeri as follows: miRNAs were identified using miRDeep2
as above (Friedländer et al., 2012); rRNAs using cmsearch from
the infernal (v1.1.2) (Nawrocki and Eddy, 2013) suite to search
for eukaryotic rRNAs using covariance models from Rfam (version
14.1)] (Kalvari et al., 2017) and default settings; tRNAs using tRNA-
scan-SE (v1.3.1) (Chan and Lowe, 2019); protein-coding exons and
protein-coding introns were extracted from the publicly available
GFF3 annotation on WormBase ParaSite genome PREJEB126.
Repetitive elements were predicted using RepeatModeler v1.0.11
on the draft genome followed by RepeatMasker v4.1.0 (http://
www.repeatmasker.org) using RepBase v20181026 Nematoda
sequences (Bao et al., 2015).
Short reads between 18 and 30 bases long can map to multiple
locations in the genome, but rather than assign them randomly to
each possible location, we used ShortStack (v3.8.5) (Axtell, 2013)
to assign reads in a way that takes into account the number of
unique reads mapping to those locations. As in the H. bakeri anno-
tation (Chow et al., 2019), overlapping annotations were assigned
in order of priority from miRNAs to introns, so that each position
on the T. muris genome had only one biotype annotation. The read
mappings were intersected with the H. bakeri and T. muris genome
annotations to count the number of reads belonging to each
biotype.
2.6. Data accessibility
The data discussed in this publication have been deposited in
the NCBI Gene Expression Omnibus (Edgar et al., 2002) and are
accessible through GEO Series accession number GSE152591.3. Results
3.1. Genome mapping of sRNAs in EVs from H. bakeri and T. muris
In order to accurately perform comparisons between EVs from
different species, we first sought to understand the extent of vari-
ation in sRNAs detected across different isolation procedures in
one species. We compared nine publicly available datasets of H.
bakeri EV libraries generated by our laboratory, with two previ-
ously unpublished datasets (Fig. 1A and Supplementary Table S1)
Fig. 1. Genome mapping of Heligmosomoides bakeri and Trichuris muris extracellular vesicle (EV) small RNA libraries. A schematic depicting methods for generation of (A) H.
bakeri EV small RNA libraries or (B) T. muris small RNA EV libraries. Libraries with the same colour arrows were prepared at the same time. For publicly available libraries the
publication is cited, and should be referred to for more detailed methodologies. (C–F) The number and proportion of reads that were low quality, did not map to either the
mouse or parasite genome (unmapped), mapped equally well to both genomes (both), mapped only to mouse or the respective parasite genomes, are shown for (C) H. bakeri
small RNA libraries and (D) T. muris small RNA libraries. All H. bakeri EVs were first purified by ultracentrifugation (UC), with the exception of size fractionation; any further
purification steps, sucrose gradient, polyphosphatase treatment, and library preparation protocol (Clean Tag, or TruSeq) are indicated. Trichuris muris EVs were all purified by
UC except for those purified by Optiprep or ExoQuick as indicated. Treatment with either polyphosphatase or DNase, and the library kit used, are indicated. ES, Excretory/
Secretory products; d, day; h, hour.
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influenced the sRNAs detected. All quality control of EV purifica-
tions can be found in the relevant references, or for EVs and
libraries generated and not yet published, the information is pro-vided in Supplementary Fig. S1 of this publication. Heligmoso-
moides bakeri ES products were collected from adult worms from
days 2 to 8 (media were replaced on day 4) post-harvest and
pooled. ES products from the first 24 h is not included to minimise
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pared RNA libraries prepared from EVs isolated by UC, with or
without further sucrose gradient purification, or by size exclusion
fractionation alone (Fig. 1A). Across the samples we found 5–72%
of raw reads mapping to the H. bakeri genome and a low percent-
age of reads mapping to mouse (<2%), or ambiguous reads (<1%)
defined as mapping equally well to H. bakeri and mouse
(Fig. 1D). The high percentage of unmapped reads is not related
to adapter fragments in the libraries, but is consistent with extra-
cellular RNA libraries across a range of biological systems and
likely reflects background (Heintz-Buschart et al., 2018). To com-
pare the sRNA cargo with T. muris EVs, libraries were generated
using UC purification of ES products collected between 4–22 h of
culture as previously described (Shears et al., 2018). We also re-
analysed published sRNA libraries from T. muris EVs generated by
Eichenberger et al. (2018) using Optiprep gradient purification
from ES products collected daily from 4 h 5 days of culture, and
generated by Tritten and Geary (2018) using ES products from
18-48 h of culture and purified by ExoQuick-TC (Fig. 1B). A detailed
schematic of the analysis pipeline for both species is provided in
Supplementary Fig. S2. Across the T. muris libraries, we find that
0.2–20% of the raw reads mapped to the T. muris genome, and
0.2–22% of raw reads mapped to mouse (Fig. 1F). Within T. muris
libraries there are consistently higher proportions of mouse reads
than in H. bakeri libraries, irrespective of which laboratories gener-
ated these. These differences could be attributed to the harvesting,
the number of wash steps prior to culture, and the fact that the first
24 h of culture of ES products from H. bakeri is not included
(whereas only the first 4 h of culture is excluded in T. muris ES
products). Increases in the mouse sequences may also relate to
the T. muris intracellular life stage, which might internalise more
host material that is then released in EVs.
3.2. EVs from both H. bakeri and T. muris have a high proportion of
sRNAs from repetitive or intergenic regions, however only H. bakeri
sRNAs contain a 50 triphosphate
To account for all classes of parasite sRNAs in EVs, we made
libraries with and without polyphosphatase treatment. Treatment
with the 50 RNA polyphosphatase enzyme dephosphorylates the 50
triphosphate group to a 50 monophosphate, allowing the 50
sequencing adapter to ligate to the RNA. As expected, polyphos-
phatase treatment of sRNA from H. bakeri EVs showed that the
dominant category of sRNA is not miRNAs, but rather secondary
siRNAs which are ~22–23 nt and begin with G (Chow et al.,
2019) (Fig. 2A, B). In contrast, we did not observe differences in
the size peak of reads, nor the starting nucleotide in polyphos-
phatase treated libraries from the T. muris EVs, suggesting that
the same type of secondary siRNAs identified in H. bakeri EVs are
not present in T. muris EVs (Fig. 2D). This is consistent with the
finding that specific RdRPs involved in secondary siRNA biogenesis
are not present outside clade III-V nematodes (Sarkies et al., 2015).
We suspect that this class of secondary siRNA would also be absent
within the T. muris adult worms, although this requires experimen-
tal confirmation. For H. bakeri libraries, the regions in the genome
to which the sRNAs map changed dramatically with the polyphos-
phatase treatment, with an increase in those mapping to repetitive
regions or ‘‘other” including intergenic regions (Fig. 3A). This is
consistent with the secreted secondary siRNAs being derived from
these regions of the genome, as described previously (Chow et al.,
2019). For T. muris EV libraries, a large proportion of reads derived
from repetitive or intergenic regions, however there was no change
in the proportion of any biotype when polyphosphatase-treated.
This suggests that no dominant species of sRNA in EVs from T.
muris contain 5’ triphosphate moieties (Fig. 3B). Trichuris muris
EV libraries also contained a large proportion of rRNA fragments,which may be degradation products given their range in size (Sup-
plementary Fig. S3). It is notable that, in contrast to rRNAs, the
sRNAs derived from intergenic or repetitive regions tend to show
a narrower size distribution between 21 and 25 nt in length (Sup-
plementary Fig. S3).
3.3. Robust detection of miRNAs in H. bakeri EVs despite varying
methodologies for isolation
The miRNAs represent 2–65% of the parasite sRNA reads in H.
bakeri EVs, while in T. muris the miRNAs make up 2–8% (Fig. 3A,
B). However, miRNAs are a class of interest because there is exten-
sive focus on their role in cell-to-cell communication in mammals,
and a framework for their capacity to suppress genes through RNA
interference (Mateescu et al., 2017). To understand the reliability
of parasite miRNAs identified across datasets, we compared the
miRNA composition of 11 samples of H. bakeri EVs derived from
different purification protocols, library preparation methods, and
in the absence or presence of polyphosphatase treatment. A total
of 94 parasite miRNAs were used for the analysis, based on the
requirement that these were present in > 100 reads when sum-
ming across datasets (Supplementary Table S2). Principle compo-
nent analysis (PCA) of the 94 miRNAs present in 11 H. bakeri
samples indicates that the largest proportion of variance is attrib-
uted to the different library preparation kits used, which should be
considered for future comparative studies (Supplementary Fig. S4).
Interestingly, libraries clustered closely regardless of whether EVs
were purified by UC alone, or with the addition of sucrose gradient
purification (Supplementary Fig. S4). In particular, sucrose gradient
purification did not make a difference in the identity and relative
abundance of miRNAs detected compared with UC alone
(r2 = 0.998) (Fig. 4A). This suggests that the H. bakeri EVs purified
by UC (washed twice with PBS) do not contain non-vesicular
miRNA contaminants, or that any contaminants will not be further
removed by flotation on a sucrose gradient. Libraries purified by
size fractionation clustered further away by PCA (Supplementary
Fig. S4), but still show very high correlations in terms of the miRNA
cargoes with libraries of EVs purified by UC (r2 = 0.979) (Fig. 4B).
Next, we compared the miRNA cargo of T. muris EVs prepared
here, with the cargo from EVs described in Eichenberger et al.
(2018), using 110 parasite miRNAs that could be detected across
all the samples with high confidence (>100 reads). We saw a strong
correlation (r2 = 0.841) in the parasite miRNA cargo, which is strik-
ing considering that the samples were generated in different labo-
ratories, purified by different methodologies, and prepared with
different library protocols (Fig. 4C). In particular, there was an
overlap of 20 out of the top 25 miRNA families from both sets of
T. muris EV libraries (Supplementary Table S3). Together, this work
suggests that the detection of miRNAs in EVs from a given hel-
minth is robust across purification methods, but also points to
potential variation in other classes of sRNAs. For example, the sam-
ples from Eichenberger et al. (2018) contain a higher proportion of
tRNA fragments (Fig. 3B) which are distinguishable as a peak at ~31
nt (Fig. 2E). tRNA fragments were captured in our T. muris libraries
(Fig. 3B) but in a much lower proportion of total reads, and we
detected larger proportions of rRNA fragments.
3.4. Differences in parasite miRNA cargo between H. bakeri and T.
muris EVs
To compare the individual parasite-derived miRNAs in H. bakeri
and T. muris EVs, we focused on the libraries prepared with the
CleanTag library kit in our laboratory, using both untreated and
polyphosphatase-treated RNA. First, we assigned miRNA fami-
lies based on identical seed matches to known Nematoda miRNAs
(in cases where there is more than one gene family for a given seed,
Fig. 2. First nucleotide and length distribution for Heligmosomoides bakeri and Trichuris muris extracellular vesicle (EV) small RNA libraries. Nucleotide length distribution
plots of small RNA reads indicating whether the first base of the read is A, C, G or U. (A–C) Heligmosomoides bakeri EV libraries and (D and E) T. muris EV libraries. (A) EVs
purified by ultracentrifugation (UC) + sucrose gradient purification, and prepared using the Clean Tag method, that were either untreated (left) or polyphosphatase-treated
(right). (B) EVs purified by size fractionation, and prepared using the Clean Tag method, that were either untreated (left) or polyphosphatase-treated (right). (C) EVs purified
by UC and libraries prepared using TrueSeq. (D) EVs purified using UC and libraries prepared with the Clean Tag method that were either untreated (left) or polyphosphatase-
treated (right). (E) EVs purified by Optiprep and libraries prepared by TruSeq. Frac, Fractionation; CT, CleanTag.
Fig. 3. Parasite RNA biotypes for Heligmosomoides bakeri and Trichuris muris extracellular vesicle (EV) small RNA libraries. The proportion of reads for parasite small RNA
biotypes for (A) H. bakeri EV small RNA libraries or (B) T. muris EV small RNA libraries. (A) All H. bakeri EVs were first purified by ultracentrifugation (UC); any further
purification steps (size fraction, sucrose gradient), polyphosphatase treatment, and library preparation protocol (Clean Tag or TruSeq) are indicated in the figure. (B) Trichuris
muris EVs were all purified by UC except for those purified by Optiprep or ExoQuick as indicated. Treatment with either polyphosphatase or DNase, and the library kit used, is
indicated in the figure. Reads mapping both sense and antisense to biotype categories are included.
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S5). In several cases, the seed sites of the parasite miRNAs did
not match a known nematode miRNA, but did match a mousemiRNA. We do not assume these miRNAs share common ancestry
between nematodes and mammals but believe these are worth
highlighting since the parasite miRNA could potentially mimic
Fig. 4. Comparison of microRNA (miRNA) cargo in Heligmosomoides bakeri and Trichuris muris extracellular vesicle (EV) small RNA libraries. Scatter plots of (A and B) rlog
counts for 94 miRNAs, which were present in all of the H. bakeri EV libraries plotted and (C) rlog counts for 110 miRNA sequences present in all T. muris EV libraries plotted.
(A) Heligmosomoides. bakeri EV libraries purified by ultracentrifugation (UC) + sucrose gradient versus H. bakeri EV libraries purified by UC alone. (B) Heligmosomoides bakeri
EV libraries purified by size fractionation versus H. bakeri EV libraries purified by UC + sucrose gradient. (C) Trichuris muris EV libraries purified by UC and prepared using the
Clean Tag kit in our laboratory versus T. muris EV libraries from Eichenberger et al. (2018), purified by Optiprep and prepared using TruSeq. (D) Heatmap of parasite miRNA
abundance broken down by miRNA families in H. bakeri and T. muris EV libraries (normalised to total parasite miRNA counts in each library). Red asterisks refer to miRNAs
that are identical in sequence to mouse miRNAs. MiRNAs which are not identicial to mouse miRNAs, but share a common seed with a mouse miRNA, and not any other
nematode miRNA are named with ‘‘M-”. MiRNAs which are species-specific are named with ‘‘Hb or Tm” at the start. (E) Percentage of identified miRNAs that were from the
parasite or from mouse in different libraries. (F) Heatmap of mouse miRNAs found in H. bakeri and T. muris EV libraries (normalised to total mouse miRNA counts in each
library).
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gene families of these parasite miRNAs as ‘‘M-mir-X” (‘‘M” stands
for mouse) (Fig. 4D). miRNAs that did not have a seed match to
known Nematoda, or any mammalian miRNA families, were
labelled ‘‘Hb” or ‘‘Tm”, followed by the miRNA name assigned by
miRDeep2, or were labelled ‘‘novel” if no name was assigned. We
then compared the abundance of the top 40 miRNAs from each
parasite, combining miRNAs that shared the same seed as one fam-
ily (Fig. 4D). As expected, samples from the same nematode species
clustered together, although some miRNA families are present and
highly abundant in both H. bakeri and T. muris EVs, including: miR-
10, miR-9, miR-87, let-7, miR-80, and miR-34 (Fig. 4D). This is con-
sistent with a recent review from Sotillo et al., (2020), which com-
pared miRNA cargo across a large number of helminths, and found
miR-10 and let-7 to be common to all species, with miR-71 and lin-
4 also common to all nematodes except T. muris (Sotillo et al.,
2020). In agreement with these findings, we detected miR-71 and
lin-4 only in H. bakeri libraries. A subset of nematode miRNA fam-
ilies were present in both datasets, but enriched in T. muris EVs
including miR-44, miR-72, miR-59, and to a lesser extent miR-7
and miR-750. Strikingly, H. bakeri and T. muris EVs contained many
miRNA families that were not detected in the other species: 17 in
H. bakeri and 19 in T. muris of the miRNAs in the top 40 most abun-
dant miRNAs (Fig. 4D and Supplementary Tables S4, S5). The top
unique families for H. bakeri were miR-71, miR-240, miR-49,
miR-259 and miR-63 and for T. muris miR-1822 (which has a seed
site identical to the host miR-22), miR-252, miR-360 and miR-1. It
is worth noting that the miR-1 family, as well as let-7, miR-10,
miR-7 and miR-9 families, contain members that are identical in
sequence to the host miRNAs (indicated by red asterisks, Fig. 4D)
and some of these could in fact derive from the host (detailed fur-
ther below). Additionally, some species-specific miRNAs were
found in the top 40 list that do not have a seed matching to a
known miRNA family (Fig. 4D). Overall, the miRNA cargo of EVs
from these different nematode species was highly distinct, sug-
gesting they could have different sets of target genes.
3.5. Host miRNA content of T. muris and H. bakeri EVs
Most of the studies on helminth EVs focus only on parasite miR-
NAs, yet one report in T. muris previously suggested host miRNAs
can also be present (Tritten and Geary, 2018). In order to examine
the host miRNAs in our datasets, we analysed all of the reads map-
ping to the mouse genome (that do not map to the parasite gen-
omes also) and classified the biotypes present. Most of the
mouse RNAs are rRNAs, and to a lesser extent miRNAs and tRNA
fragments (Supplementary Fig. S5). To classify the host miRNAs
present in H. bakeri and T. muris samples, we combined all libraries
and quantified them using miRDeep2, requiring > /=100 read
counts for inclusion, when summing across the samples. PCA
showed a clear separation of EVs from H. bakeri and T. muris, irre-
spective of which laboratory isolated these or how the libraries
were prepared (Supplementary Fig. S6). We found only trace quan-
tities of the host miRNAs in H. bakeri libraries (Fig. 4E). In contrast,
in the T. muris libraries the host miRNAs are nearly as abundant as
those from the parasite (Fig. 4E). We then compared the relative
abundance of individual host miRNA sequences in H. bakeri and
T. muris EV libraries (as was done for the parasite miRNAs). As
expected, each of these samples clustered by nematode (Fig. 4F).
Although some host miRNAs were dominant in both (10 of the
top 20 most abundant miRNAs were common between the parasite
EVs) a large number of miRNAs present in T. muris libraries were
not detected in those of H. bakeri, for example miR-378 family
members (Fig. 4F, Supplementary Table S6). These miRNAs are
not similar to any of the T. muris miRNAs, and therefore are not
expected to result from sequencing errors of parasite miRNAs.Most of the host miRNAs identified here also do not match the par-
asite genomes (even when allowing up to twomismatches, Supple-
mentary Table S7) and are present in distinct abundance rankings
between species, suggesting these are not laboratory contaminants
or unclassified parasite RNAs (Fig. 4F). One host miRNA was signif-
icantly more dominant in H. bakeri compared with T. muris samples
and this miRNA (let-7a-5p) is identical in mouse and nematode.
Since the host miRNAs are so low in abundance in H. bakeri, it is
likely that these let-7a sequences are in fact derived from the par-
asite but contain 30 end modifications that cause them to map per-
fectly to mouse but not the parasite. The fact that T. muris EV
libraries contain a larger dominance of host miRNAs compared
with H. bakeri EVs could be attributed to the intracellular life stage
of T. muris, their close contact with epithelia throughout infection,
and differences in washing worms post-harvest. Our comparison
also demonstrates that the miRNA populations in the EVs from
these two parasites are quite distinct. These differences may relate
to difference in miRNA content in the caecal versus small intestine
niches of the parasites or differences in host miRNAs that are up-
regulated during each infection.4. Discussion
Purification methods for helminth EVs vary between research
groups and there is extensive interest now in documenting
whether and how these variables can impact the properties of
EVs and the cargo molecules that are identified, as outlined for
mammalian EV research (Théry et al., 2018). Our results suggest
that detection of the EV miRNA cargo is relatively consistent across
different purification strategies for H. bakeri EVs, for example add-
ing a sucrose flotation step after UC purification (that was carried
out with two PBS washes) does not yield any difference in the
miRNA detected compared. We also show a strong correlation in
the EV miRNA cargo sequenced by different laboratories for T.
muris, even when different purification methods (UC versus Opti-
prep gradient purification) and library preparation methods
(CleanTag versus TruSeq) were used. Our comparisons also yield
the result that host miRNAs are in much greater abundance in T.
muris EVs compared with H. bakeri EVs, and this was consistent
across libraries from different research groups. This may have
functional implications if the host miRNAs are also transported
into specific cells during infection. At present it is not known if
the host miRNAs are truly within the EVs or if these co-purify,
but it is notable that they are consistently detected when EVs are
purified by either UC or Optiprep gradients. One variable which
may introduce the largest variation in the sRNAs recovered after
sequencing is the library preparation kit used, since biases can be
introduced in relation to the ligation efficiency of adapters to dif-
ferent sRNAs (Fuchs et al., 2015). Also, the size selection of the
libraries dictates the other classes of sRNA that will be detected.
A notable example here is the proportion of tRNA fragments
detected, which are generally ~31–33 nt in length and are ubiqui-
tous in extracellular environments (Tosar et al., 2018; Watson
et al., 2019). The tRNA fragments were present in a much higher
proportion of samples purified by Eichenberger et al. (2018) which
either represents a biological difference of the EV RNA cargo iden-
tified in their study (using Optiprep gradient purification) or a
technical difference based on biases in the library method or differ-
ences in how libraries were size selected. The previous study also
identified mRNA transcripts in T. muris EVs which strikingly were
dominated by reverse-transcriptase-like protein families
(Eichenberger et al., 2018b).
One thing that is clear from our analysis is that a large propor-
tion of parasite sRNA reads derive from intergenic or repetitive
regions of the genome. Together, these make up >75% of the reads
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across T. muris EV libraries, irrespective of the purification method
or laboratory generating the libraries. These regions of the parasite
genomes are not well characterised. However, we recently showed
that the sRNAs generated from these regions are exported in H.
bakeri EVs and are produced by RdRPs, contain a 50 triphosphate,
and start with a G. These are specifically associated with an extra-
cellular Worm-specific Argonaute protein (exWAGO) which is
packaged in EVs (Chow et al., 2019). Our work here suggests the
sRNAs in T. muris EVs do not contain a 50 triphosphate and we
did not identify a close ortholog to exWAGO in T. muris. It is possi-
ble the sRNAs mapping to intergenic and repetitive regions repre-
sent another class of siRNA, for which we do not yet know the
mechanism of biogenesis or export in EVs. It seems unlikely that
the T. muris sRNAs from repetitive or intergenic regions are simply
degradation products since they show some size preference to be
~21–25 nt in length, unlike ribosomal degradation products which
are more variable in length (Supplementary Fig. S3). There is
emerging data suggesting sRNAs from repetitive regions and trans-
posable elements can in fact act as virulence factors in diverse
parasite-host models including plant-parasite interactions (Cai
et al., 2019; Dunker et al., 2020; Hudzik et al., 2020). These classes
of extracellular sRNAs that are found across diverse nematodes and
other helminths therefore merit further attention.
To date the vast majority of research on extracellular sRNAs has
focused on miRNAs, a very well characterised type of sRNA that has
a conserved biogenesis pathway in animals. We recently showed
that parasite miRNAs could be detected in macrophages in the
pleural cavities of mice infected with the filarial nematode L. sig-
modontis (Quintana et al., 2019) and others have shown that miR-
NAs from S. japonicum are detected in macrophages in vivo, and
incorporate into mouse Argonaute 2 in vitro (Liu et al., 2019).
Our work here underscores the reliability of miRNAs detected
across different datasets, and laboratories in vitro, and revealed a
very distinct composition of parasite miRNAs in EVs from H. bakeri
versus T. muris. It is hypothesised that the EV sRNA cargo would
enable specific targets and functions in the host which could con-
tribute to modulating the distinct niches in which these parasites
reside. For example, the duodenum of the small intestine and the
caecum differ in many ways, including their architecture, the small
intestine contains villi while the caecum does not, as well as differ-
ing in the proportion of certain specialised epithelial cell types,
with Paneth cells only residing in the small intestine, and goblet
cells increasing along the length of the intestine (Mowat and
Agace, 2014). In an accompanying paper we show that T. muris
EVs causes a suppression of type I interferon response in caecaloids
(Duque-Correa et al., 2020) and an exciting future direction will be
comparing the uptake and function of EVs from H. bakeri and T.
muris on enteroids versus caecaoloids in order to further assess
the role of the sRNA cargo in mediating different host gene expres-
sion changes induced by each parasite. Although there is still a lack
of quantitative data on extracellular sRNAs (how much must be
imported for gene regulation in the recipient cell) (Claycomb
et al., 2017), increasing evidence in many mammalian disease con-
texts shows functional effects of extracellular miRNAs using
genetic tools (Fritz et al., 2016; Mateescu et al., 2017). We previ-
ously showed that miRNAs from H. bakeri EVs could be transmitted
into host cells via EVs and used a reporter assay to demonstrate the
synthetic nematode miRNAs can directly bind to, and suppress,
host genes including the phosphatase Dusp1 (Buck et al., 2014)
which is associated with cytokine regulation in helminth infection
(Klotz et al., 2011). A study comparing EV cargo from different
Ascaris suum larval stages showed some miRNAs were distinct to
the EVs from L3s compared with those from other larval stages
(Hansen et al., 2019). Intriguingly, A. suum L3s migrate through a
number of host tissues, and it has been suggested that L3-specific miRNA cargo could target host processes such as tissue
lysis, repair and/or innate immunity (Hansen et al., 2019). At pre-
sent it remains a challenge to accurately identify and validate the
host targets of parasite miRNAs, since each parasite miRNA will
be predicted to target hundreds to thousands of host genes and
many of these predictions could be false positives. Furthermore,
it may not be appropriate to assume seed-based pairing is the only
or main criteria for recognition, as is proposed to occur for endoge-
nous miRNAs (Bartel, 2018). Finally, we cannot rule out interac-
tions between parasite sRNAs including miRNAs and other co-
inhabiting organisms (for example microbes or other parasites)
(Liu et al., 2016). Whilst daunting to address all of these aspects,
biochemical methods to directly identify sRNA-target interactions
have advanced substantially in the last 5 years (Moore et al.,
2015) and the application of these methods to helminth studies
could significantly advance the field. Given the beneficial aspects
of helminths in auto-immune and allergic contexts, it will be excit-
ing to determine the sRNA molecules that may be contributing to
immune suppression and modulation of the intestinal epithelial
cell niche (Duque-Correa et al., 2020). Furthermore, the study of
these natural parasite EVs may help teach us how to safely and
specifically deliver foreign or synthetic sRNA to cells without elic-
iting an immune response, which is urgently needed in the field of
RNA therapeutics.
Acknowledgements
We thank Cei Abreu-Goodger for helpful comments on this
work and suggestions on sRNA annotations, and Kyriaki Neophy-
tou for critical review of the manuscript. We also thank Allison
Bancroft, Catherine Sharpe and Seona Thompson for help with T.
muris EV preparation. This work was supported by Rosetrees Trust
(U.K.) grant M813 to A.B and R.W who is supported by a Darwin
Trust (U.K.) studentship and by the Wellcome Trust-University of
Edinburgh Institutional Strategic Support Fund ISSF3 and WT
097394/Z/11/Z. Work in the Grencis laboratory is supported by
grants Z10661/Z/18/Z/WT and Z03128/Z/16/Z/WT from the Well-
come Trust (U.K.) M.D is supported by a NC3R fellowship (U.K.)
NC/P001521/1. Sequencing was carried out by Edinburgh Geno-
mics at the University of Edinburgh, UK. Edinburgh Genomics is
partly supported through core grants from the National Environ-
mental Research Council (U.K.) (R8/H10/56), Medical Research
Council (U.K.) (MR/K001744/1) and Biotechnology and Biological
Sciences Research Council (U.K.) (BB/J004243/1). We also acknowl-
edge Stephen Mitchell at the School of Biological Sciences electron
microscopy unit for assistance with TEM which is supported by a
Wellcome Trust Multi User Equipment Grant (U.K.)
(WT104915MA).
Appendix A. Supplementary data
Supplementary data to this article can be found online at
https://doi.org/10.1016/j.ijpara.2020.06.002.
References
Axtell, M.J., 2013. ShortStack: Comprehensive annotation and quantification of
small RNA genes. RNA 19 (6), 740–751.
Bancroft, A.J., Levy, C.W., Jowitt, T.A., Hayes, K.S., Thompson, S., Mckenzie, E.A., Ball,
M.D., Dubaissi, E., France, A.P., Bellina, B., Sharpe, C., Mironov, A., Brown, S.L.,
Cook, P.C., MacDonald, A., Thornton, D.J., Grencis, R.K., 2019. The major secreted
protein of the whipworm parasite tethers to matrix and inhibits interleukin-13
function. Nat. Commun. 10 (1).
Bancroft, A.J., McKenzie, A.N., Grencis, R.K., 1998. A critical role for IL-13 in
resistance to intestinal nematode infection. J. Immunol. 160 (7), 3453–3461.
Bao, W., Kojima, K.K., Kohany, O., 2015. Repbase update, a database of repetitive
elements in eukaryotic genomes. Mob. DNA 6 (1), 11.
Bartel, D.P., 2018. Metazoan MicroRNAs. Cell 173 (1), 20–51.
728 R. White et al. / International Journal for Parasitology 50 (2020) 719–729Behnke, J., Harris, P.D., 2010. Heligmosomoides bakeri: a new name for an old worm?.
Trends Parasitol. 26 (11), 524–529.
Buck, A.H., Coakley, G., Simbari, F., McSorley, H.J., Quintana, J.F., Le Bihan, T., Kumar,
S., Abreu-Goodger, C., Lear, M., Harcus, Y., Ceroni, A., Babayan, S.A., Blaxter, M.,
Ivens, A., Maizels, R.M., 2014. Exosomes secreted by nematode parasites
transfer small RNAs to mammalian cells and modulate innate immunity. Nat.
Commun. 5, 5488.
Cai, Q., He, B., Weiberg, A., Buck, A.H., Jin, H., 2019. Small RNAs and extracellular
vesicles: new mechanisms of cross-species communication and innovative
tools for disease control. PLoS Pathog. 15, (12) e1008090.
Chaiyadet, S., Sotillo, J., Smout, M., Cantacessi, C., Jones, M.K., Johnson, M.S.,
Turnbull, L., Whitchurch, C.B., Potriquet, J., Laohaviroj, M., Mulvenna, J.,
Brindley, P.J., Bethony, J.M., Laha, T., Sripa, B., Loukas, A., 2015. Carcinogenic
liver fluke secretes extracellular vesicles that promote cholangiocytes to adopt a
tumorigenic phenotype. J. Infect. Dis. 212 (10), 1636–1645.
Chan, P.P., Lowe, T.M., 2019. tRNAscan-SE: searching for tRNA genes in genomic
sequences. Methods Mol. Biol. 1962, 1–14.
Chow, F.W.N., Koutsovoulos, G., Ovando-V, C., Neophytou, K., BermúdezBerm, J.R.,
Laetsch, D.R., Robertson, E., Kumar, S., Claycomb, J.M., Blaxter, M., Abreu-
Goodger, C., Buck, A.H., 2019. Secretion of an Argonaute protein by a parasitic
nematode and the evolution of its siRNA guides. Nucleic Acids Res. 47 (7),
3594–3606.
Claycomb, J., Abreu-Goodger, C., Buck, A.H., 2017. RNA-mediated communication
between helminths and their hosts: the missing links. RNA Biol. 14 (4), 436–
441.
Coakley, G., Maizels, R.M., Buck, A.H., 2015. Exosomes and other extracellular
vesicles: the new communicators in parasite infections. Trends Parasitol. 31
(10), 477–489.
Coakley, G., McCaskill, J.L., Borger, J.G., Simbari, F., Robertson, E., Millar, M., Harcus,
Y., McSorley, H.J., Maizels, R.M., Buck, A.H., 2017. Extracellular vesicles from a
helminth parasite suppress macrophage activation and constitute an effective
vaccine for protective immunity. Cell Rep. 19 (8), 1545–1557.
Coghlan, A., Tyagi, R., Cotton, J.A., Holroyd, N., Rosa, B.A., Tsai, I.J., Laetsch, D.R.,
Beech, R.N., Day, T.A., Hallsworth-Pepin, K., Ke, H.M., Kuo, T.H., Lee, T.J., Martin,
J., Maizels, R.M., Mutowo, P., Ozersky, P., Parkinson, J., Reid, A.J., Rawlings, N.D.,
Ribeiro, D.M., Swapna, L.S., Stanley, E., Taylor, D.W., Wheeler, N.J., Zamanian, M.,
Zhang, X., Allan, F., Allen, J.E., Asano, K., Babayan, S.A., Bah, G., Beasley, H.,
Bennett, H.M., Bisset, S.A., Castillo, E., Cook, J., Cooper, P.J., Cruz-Bustos, T.,
Cuéllar, C., Devaney, E., Doyle, S.R., Eberhard, M.L., Emery, A., Eom, K.S., Gilleard,
J.S., Gordon, D., Harcus, Y., Harsha, B., Hawdon, J.M., Hill, D.E., Hodgkinson, J.,
Horák, P., Howe, K.L., Huckvale, T., Kalbe, M., Kaur, G., Kikuchi, T., Koutsovoulos,
G., Kumar, S., Leach, A.R., Lomax, J., Makepeace, B., Matthews, J.B., Muro, A.,
O’Boyle, N.M., Olson, P.D., Osuna, A., Partono, F., Pfarr, K., Rinaldi, G., Foronda, P.,
Rollinson, D., Samblas, M.G., Sato, H., Schnyder, M., Scholz, T., Shafie, M., Tanya,
V.N., Toledo, R., Tracey, A., Urban, J.F., Wang, L.C., Zarlenga, D., Blaxter, M.L.,
Mitreva, M., Berriman, M., 2019. Comparative genomics of the major parasitic
worms. Nat. Genet. 51 (1), 163–174.
Dunker, F., Trutzenberg, A., Rothenpieler, J.S., Kuhn, S., Pröls, R., Schreiber, T., Tissier,
A., Kemen, A., Kemen, E., Hückelhoven, R., Weiberg, A., 2020. Oomycete small
RNAs bind to the plant RNA-induced silencing complex for virulence. Elife 9.
https://doi.org/10.7554/eLife.56096.
Duque-Correa, M. A., Schreibera, F., Rodgers, F. H., Goulding, D., Forrest, S., Cormie,
C., White, R., Buck, A., Grencis, R. K. and Berriman, M., 2020. Development of
caecaloids to study host-pathogens interactions: new insights into
immunoregulatory functions of Trichuris muris extracellular vesicles in the
caecum. Int. J. Parasitol. 50, 707–718.
Edgar, R., Domrachev, M., Lash, A.E., 2002. Gene expression omnibus: NCBI gene
expression and hybridization array data repository. Nucleic Acids Res. 30 (1),
207–210.
Eichenberger, R.M., Sotillo, J., Loukas, A., 2018a. Immunobiology of parasitic worm
extracellular vesicles. Immunol. Cell Biol. 96 (7), 704–713.
Eichenberger, R.M., Talukder, M.H., Field, M.A., Wangchuk, P., Giacomin, P., Loukas,
A., Sotillo, J., 2018b. Characterization of Trichuris muris secreted proteins and
extracellular vesicles provides new insights into host–parasite communication.
J. Extracell. Vesicles 7 (1), 1428004.
Friedländer, M.R., MacKowiak, S.D., Li, N., Chen, W., Rajewsky, N., 2012. MiRDeep2
accurately identifies known and hundreds of novel microRNA genes in seven
animal clades. Nucleic Acids Res. 40 (1), 37–52.
Fritz, J.V., Heintz-Buschart, A., Ghosal, A., Wampach, L., Etheridge, A., Galas, D.,
Wilmes, P., 2016. Sources and functions of extracellular small RNAs in human
circulation. Annu. Rev. Nutr. 36 (1), 301–336.
Fuchs, R.T., Sun, Z., Zhuang, F., Robb, G.B., 2015. Bias in ligation-based small RNA
sequencing library construction is determined by adaptor and RNA structure.
PLoS One 10, (5) e0126049.
Hansen, E.P., Fromm, B., Andersen, S.D., Marcilla, A., Andersen, K.L., Borup, A.,
Williams, A.R., Jex, A.R., Gasser, R.B., Young, N.D., Hall, R.S., Stensballe, A.,
Ovchinnikov, V., Yan, Y., Fredholm, M., Thamsborg, S.M., Nejsum, P., 2019.
Exploration of extracellular vesicles from Ascaris suum provides evidence of
parasite–host cross talk. J. Extracell. Vesicles 8 (1), 1578116.
Heintz-Buschart, A., Yusuf, D., Kaysen, A., Etheridge, A., Fritz, J.V., May, P., de
Beaufort, C., Upadhyaya, B.B., Ghosal, A., Galas, D.J., Wilmes, P., 2018. Small RNA
profiling of low biomass samples: Identification and removal of contaminants.
BMC Biol. 16 (1).
Howe, K.L., Bolt, B.J., Shafie, M., Kersey, P., Berriman, M., 2017. WormBase ParaSite –
a comprehensive resource for helminth genomics. Mol. Biochem. Parasitol. 215,
2–10.Hudzik, C., Hou, Y., Ma, W., Axtell, M.J., 2020. Exchange of small regulatory RNAs
between plants and their pests. Plant Physiol. 182 (1), 51–62.
Johnston, C.J.C., Robertson, E., Harcus, Y., Grainger, J.R., Coakley, G., Smyth, D.J.,
McSorley, H.J., Maizels, R., 2015. Cultivation of Heligmosomoides polygyrus: An
immunomodulatory nematode parasite and its secreted products. J. Vis. Exp. 98.
https://doi.org/10.3791/52412.
Johnston, C.J.C., Smyth, D.J., Kodali, R.B., White, M.P.J., Harcus, Y., Filbey, K.J.,
Hewitson, J.P., Hinck, C.S., Ivens, A., Kemter, A.M., Kildemoes, A.O., Le Bihan, T.,
Soares, D.C., Anderton, S.M., Brenn, T., Wigmore, S.J., Woodcock, H.V., Chambers,
R.C., Hinck, A.P., McSorley, H.J., Maizels, R.M., 2017. A structurally distinct TGF-b
mimic from an intestinal helminth parasite potently induces regulatory T cells.
Nat. Commun. 8 (1), 1741.
Kalvari, I., Argasinska, J., Quinones-Olvera, N., Nawrocki, E.P., Rivas, E., Eddy, S.R.,
Bateman, A., Finn, R.D., Petrov, A.I., 2017. Rfam 13.0: shifting to a genome-
centric resource for non-coding RNA families. Nucleic Acids Res. 46, 335–342.
Klementowicz, J.E., Travis, M.A., Grencis, R.K., 2012. Trichuris muris: a model of
gastrointestinal parasite infection. Semin. Immunopathol. 34 (6), 815–828.
Klotz, C., Ziegler, T., Figueiredo, A.S., Rausch, S., Hepworth, M.R., Obsivac, N., Sers, C.,
Lang, R., Hammerstein, P., Lucius, R., Hartmann, S., 2011. A helminth
immunomodulator exploits host signaling events to regulate cytokine
production in macrophages. PLoS Pathog. 7, (1) e1001248.
Langmead, B., Trapnell, C., Pop, M., Salzberg, S.L., 2009. Ultrafast and memory-
efficient alignment of short DNA sequences to the human genome. Genome
Biol. 10 (3), R25.
Lefebvre, F.A., Lécuyer, E., 2017. Small luggage for a long journey: transfer of vesicle-
enclosed small RNA in interspecies communication. Front. Microbiol. 8 (MAR).
Liu, J., Zhu, L., Wang, J., Qiu, L., Chen, Y., Davis, R.E., Cheng, G., 2019. Schistosoma
japonicum extracellular vesicle mirna cargo regulates host macrophage
functions facilitating parasitism. PLoS Pathog. 15, (6) e1007817.
Liu, S., Da Cunha, A.P., Rezende, R.M., Cialic, R., Wei, Z., Bry, L., Comstock, L.E.,
Gandhi, R., Weiner, H.L., 2016. The host shapes the gut microbiota via fecal
MicroRNA. Cell Host Microbe 19 (1), 32–43.
Martin, M., 2011. Cutadapt removes adapter sequences from high-throughput
sequencing reads. EMBnet.journal 17 (1), 10.
Mateescu, B., Kowal, E.J.K., van Balkom, B.W.M., Bartel, S., Bhattacharyya, S.N.,
Buzás, E.I., Buck, A.H., de Candia, P., Chow, F.W.N., Das, S., Driedonks, T.A.P.,
Fernández-Messina, L., Haderk, F., Hill, A.F., Jones, J.C., Van Keuren-Jensen, K.R.,
Lai, C.P., Lässer, C., di Liegro, I., Lunavat, T.R., Lorenowicz, M.J., Maas, S.L.N.,
Mäger, I., Mittelbrunn, M., Momma, S., Mukherjee, K., Nawaz, M., Pegtel, D.M.,
Pfaffl, M.W., Schiffelers, R.M., Tahara, H., Théry, C., Tosar, J.P., Wauben, M.H.M.,
Witwer, K.W., Nolte-’t Hoen, E.N.M., 2017. Obstacles and opportunities in the
functional analysis of extracellular vesicle RNA - an ISEV position paper. J.
Extracell. Vesicles 6 (1), 1286095.
Moore, M.J., Scheel, T.K.H., Luna, J.M., Park, C.Y., Fak, J.J., Nishiuchi, E., Rice, C.M.,
Darnell, R.B., 2015. MiRNA-target chimeras reveal miRNA 30-end pairing as a
major determinant of Argonaute target specificity. Nat. Commun. 6, 8864.
Mowat, A.M., Agace, W.W., 2014. Regional specialization within the intestinal
immune system. Nat. Rev. Immunol., 667–685 https://doi.org/10.1038/nri3738.
Nawrocki, E.P., Eddy, S.R., 2013. Infernal 1.1: 100-fold faster RNA homology
searches. Bioinforma. Appl. 29 (22), 2933–2935.
Nowacki, F.C., Swain, M.T., Klychnikov, O.I., Niazi, U., Ivens, A., Quintana, J.F.,
Hensbergen, P.J., Hokke, C.H., Buck, A.H., Hoffmann, K.F., 2015. Protein and small
non-coding RNA-enriched extracellular vesicles are released by the pathogenic
blood fluke Schistosoma mansoni. J. Extracell. Vesicles 4 (1), 28665.
Ofir-Birin, Y., Regev-Rudzki, N., 2019. Extracellular vesicles in parasite survival.
Science 363 (6429), 817–818.
Osbourn, M., Soares, D.C., Vacca, F., Cohen, E.S., Scott, I.C., Gregory, W.F., Smyth, D.J.,
Toivakka, M., Kemter, A.M., le Bihan, T., Wear, M., Hoving, D., Filbey, K.J.,
Hewitson, J.P., Henderson, H., Gonzàlez-Cìscar, A., Errington, C., Vermeren, S.,
Astier, A.L., Wallace, W.A., Schwarze, J., Ivens, A.C., Maizels, R.M., McSorley, H.J.,
2017. HpARI protein secreted by a helminth parasite suppresses interleukin-33.
Immunity 47 (4), 739–751.
Quintana, J.F., Kumar, S., Ivens, A., Chow, F.W.N., Hoy, A.M., Fulton, A., Dickinson, P.,
Martin, C., Taylor, M., Babayan, S.A., Buck, A.H., 2019. Comparative analysis of
small RNAs released by the filarial nematode Litomosoides sigmodontis in vitro
and in vivo. PLoS Negl. Trop. Dis. 13, (11) e0007811.
Reynolds, L.A., Filbey, K.J., Maizels, R.M., 2012. Immunity to the model intestinal
helminth parasite Heligmosomoides polygyrus. Semin. Immunopathol. 34 (6),
829–846.
Sarkies, P., Selkirk, M.E., Jones, J.T., Blok, V., Boothby, T., Goldstein, B., Hanelt, B.,
Ardila-Garcia, A., Fast, N.M., Schiffer, P.M., Kraus, C., Taylor, M.J., Koutsovoulos,
G., Blaxter, M.L., Miska, E.A., 2015. Ancient and novel small RNA pathways
compensate for the loss of piRNAs in multiple independent nematode lineages.
PLoS Biol. 13, (2) e1002061.
Shears, R.K., Bancroft, A.J., Hughes, G.W., Grencis, R.K., Thornton, D.J., 2018.
Extracellular vesicles induce protective immunity against Trichuris muris.
Parasite Immunol. 40, (7) e12536.
Sotillo, J., Robinson, M.W., Kimber, M.J., Cucher, M., Ancarola, M.E., Nejsum, P.,
Marcilla, A., Eichenberger, R.M., Tritten, L., 2020. The protein and microRNA
cargo of extracellular vesicles from parasitic helminths - current status and
research priorities. Int. J. Parasitol. 50, 635–645.
Théry, C., Witwer, K. W., Aikawa, E., Alcaraz, M. J., Anderson, J. D., Andriantsitohaina,
R., Antoniou, A., Arab, T., Archer, F., Atkin-Smith, G. K., Ayre, D. C., Bach, J. M.,
Bachurski, D., Baharvand, H., Balaj, L., Baldacchino, S., Bauer, N. N., Baxter, A. A.,
Bebawy, M., Beckham, C., Bedina Zavec, A., Benmoussa, A., Berardi, A. C.,
Bergese, P., Bielska, E., Blenkiron, C., Bobis-Wozowicz, S., Boilard, E., Boireau, W.,
R. White et al. / International Journal for Parasitology 50 (2020) 719–729 729Bongiovanni, A., Borràs, F. E., Bosch, S., Boulanger, C. M., Breakefield, X., Breglio,
A. M., Brennan, M., Brigstock, D. R., Brisson, A., Broekman, M. L. D., Bromberg, J.
F., Bryl-Górecka, P., Buch, S., Buck, A. H., Burger, D., Busatto, S., Buschmann, D.,
Bussolati, B., Buzás, E. I., Byrd, J. B., Camussi, G., Carter, D. R. F., Caruso, S.,
Chamley, L. W., Chang, Y. T., Chaudhuri, A. D., Chen, C., Chen, S., Cheng, L., Chin,
A. R., Clayton, A., Clerici, S. P., Cocks, A., Cocucci, E., Coffey, R. J., Cordeiro-da-
Silva, A., Couch, Y., Coumans, F. A. W., Coyle, B., Crescitelli, R., Criado, M. F.,
D’Souza-Schorey, C., Das, S., de Candia, P., De Santana, E. F., De Wever, O., del
Portillo, H. A., Demaret, T., Deville, S., Devitt, A., Dhondt, B., Di Vizio, D.,
Dieterich, L. C., Dolo, V., Dominguez Rubio, A. P., Dominici, M., Dourado, M. R.,
Driedonks, T. A. P., Duarte, F. V., Duncan, H. M., Eichenberger, R. M., Ekström, K.,
EL Andaloussi, S., Elie-Caille, C., Erdbrügger, U., Falcón-Pérez, J. M., Fatima, F.,
Fish, J. E., Flores-Bellver, M., Försönits, A., Frelet-Barrand, A., Fricke, F.,
Fuhrmann, G., Gabrielsson, S., Gámez-Valero, A., Gardiner, C., Gärtner, K.,
Gaudin, R., Gho, Y. S., Giebel, B., Gilbert, C., Gimona, M., Giusti, I., Goberdhan, D.
C. I., Görgens, A., Gorski, S. M., Greening, D. W., Gross, J. C., Gualerzi, A., Gupta, G.
N., Gustafson, D., Handberg, A., Haraszti, R. A., Harrison, P., Hegyesi, H., Hendrix,
A., Hill, A. F., Hochberg, F. H., Hoffmann, K. F., Holder, B., Holthofer, H.,
Hosseinkhani, B., Hu, G., Huang, Y., Huber, V., Hunt, S., Ibrahim, A. G. E., Ikezu, T.,
Inal, J. M., Isin, M., Ivanova, A., Jackson, H. K., Jacobsen, S., Jay, S. M.,
Jayachandran, M., Jenster, G., Jiang, L., Johnson, S. M., Jones, J. C., Jong, A.,
Jovanovic-Talisman, T., Jung, S., Kalluri, R., Kano, S. ichi, Kaur, S., Kawamura, Y.,
Keller, E. T., Khamari, D., Khomyakova, E., Khvorova, A., Kierulf, P., Kim, K. P.,
Kislinger, T., Klingeborn, M., Klinke, D. J., Kornek, M., Kosanovic´, M. M., Kovács,
Á. F., Krämer-Albers, E. M., Krasemann, S., Krause, M., Kurochkin, I. V., Kusuma,
G. D., Kuypers, S., Laitinen, S., Langevin, S. M., Languino, L. R., Lannigan, J., Lässer,
C., Laurent, L. C., Lavieu, G., Lázaro-Ibáñez, E., Le Lay, S., Lee, M. S., Lee, Y. X. F.,
Lemos, D. S., Lenassi, M., Leszczynska, A., Li, I. T. S., Liao, K., Libregts, S. F., Ligeti,
E., Lim, R., Lim, S. K., Line¯, A., Linnemannstöns, K., Llorente, A., Lombard, C. A.,
Lorenowicz, M. J., Lörincz, Á. M., Lötvall, J., Lovett, J., Lowry, M. C., Loyer, X., Lu,
Q., Lukomska, B., Lunavat, T. R., Maas, S. L. N., Malhi, H., Marcilla, A., Mariani, J.,
Mariscal, J., Martens-Uzunova, E. S., Martin-Jaular, L., Martinez, M. C., Martins, V.
R., Mathieu, M., Mathivanan, S., Maugeri, M., McGinnis, L. K., McVey, M. J.,
Meckes, D. G., Meehan, K. L., Mertens, I., Minciacchi, V. R., Möller, A., Møller
Jørgensen, M., Morales-Kastresana, A., Morhayim, J., Mullier, F., Muraca, M.,
Musante, L., Mussack, V., Muth, D. C., Myburgh, K. H., Najrana, T., Nawaz, M.,
Nazarenko, I., Nejsum, P., Neri, C., Neri, T., Nieuwland, R., Nimrichter, L., Nolan, J.
P., Nolte-’t Hoen, E. N. M., Noren Hooten, N., O’Driscoll, L., O’Grady, T., O’Loghlen,
A., Ochiya, T., Olivier, M., Ortiz, A., Ortiz, L. A., Osteikoetxea, X., Ostegaard, O.,
Ostrowski, M., Park, J., Pegtel, D. M., Peinado, H., Perut, F., Pfaffl, M. W., Phinney,
D. G., Pieters, B. C. H., Pink, R. C., Pisetsky, D. S., Pogge von Strandmann, E.,
Polakovicova, I., Poon, I. K. H., Powell, B. H., Prada, I., Pulliam, L., Quesenberry, P.,
Radeghieri, A., Raffai, R. L., Raimondo, S., Rak, J., Ramirez, M. I., Raposo, G.,
Rayyan, M. S., Regev-Rudzki, N., Ricklefs, F. L., Robbins, P. D., Roberts, D. D.,
Rodrigues, S. C., Rohde, E., Rome, S., Rouschop, K. M. A., Rughetti, A., Russell, A.E., Saá, P., Sahoo, S., Salas-Huenuleo, E., Sánchez, C., Saugstad, J. A., Saul, M. J.,
Schiffelers, R. M., Schneider, R., Schøyen, T. H., Scott, A., Shahaj, E., Sharma, S.,
Shatnyeva, O., Shekari, F., Shelke, G. V., Shetty, A. K., Shiba, K., Siljander, P. R. M.,
Silva, A. M., Skowronek, A., Snyder, O. L., Soares, R. P., Sódar, B. W., Soekmadji, C.,
Sotillo, J., Stahl, P. D., Stoorvogel, W., Stott, S. L., Strasser, E. F., Swift, S., Tahara,
H., Tewari, M., Timms, K., Tiwari, S., Tixeira, R., Tkach, M., Toh, W. S., Tomasini,
R., Torrecilhas, A. C., Tosar, J. P., Toxavidis, V., Urbanelli, L., Vader, P., van Balkom,
B. W. M., van der Grein, S. G., Van Deun, J., van Herwijnen, M. J. C., Van Keuren-
Jensen, K., van Niel, G., van Royen, M. E., van Wijnen, A. J., Vasconcelos, M. H.,
Vechetti, I. J., Veit, T. D., Vella, L. J., Velot, É., Verweij, F. J., Vestad, B., Viñas, J. L.,
Visnovitz, T., Vukman, K. V., Wahlgren, J., Watson, D. C., Wauben, M. H. M.,
Weaver, A., Webber, J. P., Weber, V., Wehman, A. M., Weiss, D. J., Welsh, J. A.,
Wendt, S., Wheelock, A. M., Wiener, Z., Witte, L., Wolfram, J., Xagorari, A.,
Xander, P., Xu, J., Yan, X., Yáñez-Mó, M., Yin, H., Yuana, Y., Zappulli, V., Zarubova,
J., Zˇe˙kas, V., Zhang, J. ye, Zhao, Z., Zheng, L., Zheutlin, A. R., Zickler, A. M.,
Zimmermann, P., Zivkovic, A. M., Zocco, D. and Zuba-Surma, E. K., 2018. Minimal
information for studies of extracellular vesicles 2018 (MISEV2018): a position
statement of the International Society for Extracellular Vesicles and update of
the MISEV2014 guidelines. J. Extracell. Vesicles. 7(1).
Tosar, J.P., Gámbaro, F., Darré, L., Pantano, S., Westhof, E., Cayota, A., 2018.
Dimerization confers increased stability to nucleases in 50 halves from glycine
and glutamic acid tRNAs. Nucleic Acids Res. 46 (17), 9081–9093.
Trelis, M., Galiano, A., Bolado, A., Toledo, R., Marcilla, A., Bernal, D., 2016.
Subcutaneous injection of exosomes reduces symptom severity and mortality
induced by Echinostoma caproni infection in BALB/c mice. Int. J. Parasitol. 46
(12), 799–808.
Tritten, L., Geary, T.G., 2018. Helminth extracellular vesicles in host–parasite
interactions. Curr. Opin. Microbiol. 46, 73–79.
Tritten, L., Tam, M., Vargas, M., Jardim, A., Stevenson, M.M., Keiser, J., Geary, T.G.,
2017. Excretory/secretory products from the gastrointestinal nematode
Trichuris muris. Exp. Parasitol. 178, 30–36.
Wang, L., Li, Z., Shen, J., Liu, Z., Liang, J., Wu, X., Sun, X., Wu, Z., 2015. Exosome-like
vesicles derived by Schistosoma japonicum adult worms mediates M1 type
immune- activity of macrophage. Parasitol. Res. 114 (5), 1865–1873.
Watson, C.N., Belli, A., Di Pietro, V., 2019. Small non-coding RNAs: new class of
biomarkers and potential therapeutic targets in neurodegenerative disease.
Front. Genet. 10, 364.
Winter, A.D., Weir, W., Hunt, M., Berriman, M., Gilleard, J.S., Devaney, E., Britton, C.,
2012. Diversity in parasitic nematode genomes: the microRNAs of Brugia
pahangi and Haemonchus contortus are largely novel. BMC Genomics 13 (1), 4.
Zamanian, M., Fraser, L.M., Agbedanu, P.N., Harischandra, H., Moorhead, A.R., Day, T.
A., Bartholomay, L.C., Kimber, M.J., 2015. Release of small RNA-containing
exosome-like vesicles from the human filarial parasite Brugia malayi. PLoS Negl.
Trop. Dis. 9, (9) e0004069.
